Chlamydomonas reinhardtii strains used in this study.
Supplementary Table 1.
Chlamydomonas reinhardtii strains used in this study.
Supplementary Table 2.
Matched identifications for each significant lipid peak based on PC and DF loading values derived from PCA and PC-DFA of UHPLC-MS analysis of wild type and mutant strains in response to P limitation. Supplementary Fig. 3 Physiological responses of wild type and mutant strains in response to P and N limitation. a -c Fresh weight biomass (a), total chlorophyll concentration (b) and chlorophyll fluorescence (F v /F m ratio) (c) of wild type and mutant strains under P and N limitation (low P, 10 µM P and low N, 0.7 mM N) in comparison to nutrient replete (high P/N, 1 mM P and 7 mM N) conditions at day 7 of growth. All data points are means ±SE of 3 biological replicates. Asterisks denote significant difference compared to wild type strains Supplementary Fig. 4 PLS scores plot of FT-IR spectra (1780-950 cm -1 ) derived from wild type, snrk2.1 and/or snrk2.2 mutants (snrk type strains) and psr1-containing mutants (psr1 type strains). a and b Strains cultured in P replete (high P, 1 mM P) conditions (a) or P limitation (low P, 10 µM P) conditions (b) at day 7 of growth. The spectra deriving from 6 wild type replicates, 6 snrk replicates and 8 psr1 replicates were used as training data to generate PLS-DA linear regression models. Each symbol represents the average of 3 technical replicates per biological sample Supplementary Fig. 5 LC-MS analysis of wild type and mutant strains in response to P limitation. a PC-discriminant function analysis (PC-DFA) of UHPLC-MS spectra (positive electrospray ion mode) derived from wild type and mutant strains cultured in replete concentrations of P (1 mM), indicated by blue symbols, and in limited concentrations of P (10 µM), indicated by red symbols. Different symbols represent the different wild type and mutant strains. For this plot all snrk2.1 and snrk2.2 mutants have been categorized as 'snrk'. b PC-DFA loading plots of DF1 and DF2. Peaks have been categorized into one of five lipid classes as indicated by peak colour, and within each class are arranged in ascending m/z value. Multiple phospholipid types (described in Supplemental  Fig. 7 ) are grouped together as phospholipids. Peaks with a loading value greater than 0.2 are highlighted and m/z value indicated. Lipid peak definitions are shown in Supplemental Table 2 Supplementary Fig. 6 Biochemical validation of metabolite concentrations in wild type and mutants in response to nutrient replete and limited conditions. a -f Neutral lipid (a, d), starch (b, e) and protein (c, f) concentration of wild type and mutant lines, determined at day 7 in response to nutrient replete treatments (1 mM P, high P and 7 mM N, high N) and nutrient limitation treatment, either low P (10 µM P) (a -c) or low N (0.7 mM N) (d -f). All data points are means ±SE of at least 3 biological and 3 technical replicates. Lipids were determined using Nile Red quantification, starch was determined using a Total Starch Assay kit (Megazyme) using the manufacturer's specifications and protein using the Bradford assay Supplementary Fig. 7 Relative changes in lipid composition of wild type and mutant strains determined from positive ionization mode UHPLC-MS. a and b Lipid composition in strains grown under P replete (1 mM P) (a) and P limitation (10 µM P) (b) conditions. Data are means ±SE derived from at least 3 replicate spectra which have been normalized on the basis of fresh weight biomass Supplementary Fig. 8 Correlation plots of the lipid/amide I ratio or carbohydrate/amide I ratio values determined from FT-IR spectra and the corresponding neutral lipid or starch concentration values determined by biochemical quantification. Lipids were determined using and Nile Red quantification. Starch was determined using a Total Starch Assay kit (Megazyme) using the manufacturer's specifications. Data are from wild type and mutant strains and from all nutrient treatments. Each data point is a mean value (±SE) of at least three biological and three technical replicates Table 2 Matched identifications for each significant lipid peak (in bold) based on PC1 and 2 loadings (Fig. 6b ) and DF1 and 2 loadings (Supplemental Fig. 5b ) derived from PCA and PC-DFA of UHPLC-MS analysis of wild type and mutant strains in response to P limitation. Lipid class definitions: GL02, diglycerides; GL03, triglycerides; GP00, phosphatidic acids; GP03, phosphatidylethanolamines; UN, unclassed lipids 
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